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A case-control study on the association between
dengue infection and monocyte anisocytosis
M.A.G. Libre-Bernas ∗, R.D. Lim
University of Santo Tomas, Manila, Philippines
Background: This study aimed to determine the association
between dengue infection and monocyte anisocytosis and other
Complete BloodCount (CBC) parameters using automatic blood cell
analyzer (DxH800) among admitted patients at University of Sto.
Tomas Hospital.
Methods & Materials: An observational analytic study is done
using a hospital-based, 1:1 unmatched case-control study design
and enrolling incidents of dengue patients admitted at the Univer-
sity of Sto. Tomas Hospital between October 2012 to September
2013. A dengue infection case is deﬁned as any patient admitted at
University of Sto. Tomas Hospital who is found positive to non-
structural protein 1 (NS1) test and a control is deﬁned as any
randomly selected admitted patient seen at the laboratory, who
is found negative for non-structural protein 1 (NS1) test anytime
from October 2012 to September 2013.
Results: Adjusting for age and gender of subjects, multivariate
analysis using logistic regression showed that monocyte volume≥
195fL (OR=4.57, p =0.0003), monocyte volume standard devia-
tion ≥ 30 fL (OR=6.99, p =0.0001), platelet count ≤ 150,000/uL
(OR=4.33, p =0.0000), and WBC count≤ 2,000/uL (OR=6.03,
0.0101) are associated with dengue infection. Monocyte percent
andmeanplatelet volume are found to be confounders in the study.
Conclusion: There is an association betweendengue andmono-
cyte volume standard deviation ≥ 30fL (monocyte anisocytosis),
monocyte volume ≥195 fL, platelet ≤150,000/uL and WBC count
≤ 2,000/uL. To further strengthen the ﬁnding on the possible
association of monocyte volume standard deviation (monocyte
anisocytosis) ≥ 30fL and monocyte volume >195 fL, the investiga-
tor recommends that clinical information of subjects be included
in similar studies that will be conducted in the future.
http://dx.doi.org/10.1016/j.ijid.2014.03.1209
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First use of MALDI-TOF MS for the identiﬁcation
of bacteria at Hopital Principal de Dakar
(Senegal)
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Background: The “MALDITOF” is a potential tool in routine
microbiology for the rapid identiﬁcation of bacteria, viruses, fungi
and arthropods. By testing colonies, it only takes a few minutes
to obtain a precise identiﬁcation. In the context of scientiﬁc coop-
eration between the HPD, the IRD and the Mediterranée Infection
Foundation, a mass spectrometry “MALDITOF”, the ﬁrst specimen
in Sub-Saharian region, has been installed at the Hôpital Principal
(HPD). We present here its main characteristics and results after
one year of use.
Methods & Materials: Mass spectrometry is an emerging inter-
est technology, and results depend of quality of database. It allows
the best identiﬁcation of bacteria by analyzing their total proteins.
Two spots were realized for each colony. Each deposit was cov-
ered with 1L of the solution matrix. The sample is then vaporized
and ionized by laser shots. Generated ions are then subjected to a
strong electric ﬁeld which separates them according to their mass
and their “time of ﬂight”. The spectrum obtained is compared to
a database of spectra developed from many microbial species. The
interpretation that follows leads to the precise identiﬁcation of the
pathogen of interest with a high level of conﬁdence.
Results: From July 2012 to June 2013, 2,689 strains of pathogens
have been identiﬁed. The most common bacteria detected were:
E. coli (22%), Klebsiella (13%), Streptococcus (10%), Acinetobacter
(7%), Staphylococcus aureus (5%), Pseudomonas (6%), Enterobacter
(4%), Enterococci (4%) and fungi as Candida (7%). These pathogens
were isolated from 2,938 various samples including: Urine (37%),
suppurations (18%), vaginal specimens (15%), blood cultures (11%),
gastric levies (4%), lungs levies (6%), saddles (2%) and others (7%).
Fourteen strains were unidentiﬁable by mass spectrometry and
may thus correspond to new species so requiring further inves-
tigation including molecular biology, targeting the 16S RNA.
Conclusion:Mass spectrometryMALDI-TOF is a fast and reliable
method for the identiﬁcation of pathogens. The introduction of this
device allows substantial savings in reagents and time reporting of
results, enabling amore optimalmanagement of patients in clinical
services.
http://dx.doi.org/10.1016/j.ijid.2014.03.1210
